Partial QPT cDNA sequences were recovered from QPT specific transcript pools of A. ilicifolia (Ai) and C. tasmanica (Ct) hairy root cultures. Briefly, total RNA was isolated from hairy roots primed for first strand cDNA synthesis using AMV-reverse transcriptase and Reverse = 5'-GGAGCAGTTTTCCTAGTCTCC-3'). Two closely related forms of QPT cDNA sequences were recovered from hairy root cDNA of both Anthocercideae species which were designated AiQPTi and AiQPTii for sequences from A.ilicifolia and CtQPTa and CtQPTb for sequences from C.tasmanica. Supplementary Figure 1 shows a
Supplementary File 1. Partial molecular analysis of QPT gene activity in Anthocercideae hairy roots of Anthocercis ilicifolia subsp, ilicifolia and Cyphanthera tasmanica
Partial QPT cDNA sequences were recovered from QPT specific transcript pools of A. ilicifolia (Ai) and C. tasmanica (Ct) hairy root cultures. Briefly, total RNA was isolated from hairy roots primed for first strand cDNA synthesis using AMV-reverse transcriptase (Promega) in accordance with manufacturer's instructions and using a reverse oligonucleotide (5'-CCGTTAGATAATGGAACAACCA-3') representing a conserved region in exon 8 of Nicotiana QPT1 and QPT2 genes (Ryan et al. 2012) . One μL of total cDNA reaction was then used in a standard PCR reaction (94 o C 30 sec; 51 o C 1 min; 72 o C 1 min; 30 cycles) using oligonucleotides representing conserved regions of Nicotiana QPT genes in exon1 and exon 6 (Forward = 5'-CCAAGGTTGGTGGTGAAAATG-3'
and Reverse = 5'-GGAGCAGTTTTCCTAGTCTCC-3'). Two closely related forms of QPT cDNA sequences were recovered from hairy root cDNA of both Anthocercideae species which were designated AiQPTi and AiQPTii for sequences from A.ilicifolia and CtQPTa and CtQPTb for sequences from C.tasmanica. Supplementary Figure 1 shows a ii comparison of these gene sequences (minus sequences of the oligonucleotides used to recover them by PCR) with each other and also homologous regions of corresponding regions of NtQPT1 and NtQPT2 genes from N. tabacum, previously identified as being derived from the N. sylvestris ancestral parental genome (Ryan et al., 2012) .
A cDNA capture and sequencing approach was then used to estimate relative expression of each QPT gene type in hairy roots of both Anthocercideae species, as described by Table 1 ). In contrast, approximately 90% of recovered transcripts from hairy roots of control hairy roots of C.tasmanica belonged to the CtQPTb class.
Additionally, all sequences that were recovered from MeJa-treated hairy roots of 
